Background: Tandem repeats comprise significant proportion of the human genome including 11 coding and regulatory regions. They are highly prone to repeat number variation and nucleotide 12 mutation due to their repetitive and unstable nature, making them a major source of genomic 13 variation between individuals. Despite recent advances in high throughput sequencing, analysis 14 of tandem repeats in the context of complex diseases is still hindered by technical limitations.
. For simulation of capture sequencing data, we sampled fragments from 177 each genome according to the length distributions observed in real sequencing data (mean 178 800bp and standard deviation 100bp We calculate a frequentist estimate of RCN as
We calculate a posterior probability over a discretized set of possible RCN values as follows 
( To calculate the accuracy as a function of HPD interval, we use GtTR to calculate the HPD 240 interval for 10%, 20%, 30%, 40%, 50%, 60%, 70%, 80%, 90% and 95% of posterior probability 241 mass respectively at all loci for which we have gold-standard PCR sizing results. We use the 242 number of PCR sizing results which lie inside and outside these HPD intervals to estimate the 243 accuracy, as well as 95% confidence intervals (CI) in this estimate (using the binom.confint 244 function in the binom R package).
We also plot the distribution of half relative width (HRW) of the 95% HPD intervals. We
The median relative half-length of 95% HPD interval was 12.1% (across 122 loci and 7 samples 341 with median depth of 395X). (Figure 8a ). Amongst the 3 loci with depth greater than 800X the 342 median relative half-length was 8.1% (Figure 8b ), demonstrating the influence of read depth 343 on the resolution of the estimates. Figure 9b ).
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As before, this underscores the importance of obtaining accurate reference genotype calls. The 
